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Yuki Matsumoto1, Yoshie Murakami1, Saburo Tsuru1, Bei-Wen Ying1,2 and Tetsuya Yomo1,3,4*Abstract
Background: Cell growth rate reflects an organism’s physiological state and largely relies on the ability of gene
expression to respond to the environment. The relationship between cellular growth rate and gene expression
remains unknown.
Results: Growth rate-coordinated changes in gene expression were discovered by analyzing exponentially growing
Escherichia coli cells cultured under multiple defined environments, in which osmotic pressure, temperature and
starvation status were varied. Gene expression analyses showed that all 3,740 genes in the genome could be simply
divided into three clusters (C1, C2 and C3), which were accompanied by a generic trend in the growth rate that
was coordinated with transcriptional changes. The direction of transcriptional change in C1 indicated environmental
specificity, whereas those in C2 and C3 were correlated negatively and positively with growth rates, respectively.
The three clusters exhibited differentiated gene functions and gene regulation task division.
Conclusions: We identified three gene clusters, exhibiting differential gene functions and distinct directions in their
correlations with growth rates. Reverses in the direction of the growth rate correlated transcriptional changes and
the distinguished duties of the three clusters indicated how transcriptome homeostasis is maintained to balance
the total expression cost for sustaining life in new habitats.Background
The growth rate of cells represents their physiological
status, and cellular physiology largely relies on gene ex-
pression. Consequently, gene expression is believed to
be related to growth rate [1]. In bacterial cells, growth
rate-associated gene expression is known to be related
to ribosome biosynthesis [2,3] and the level of RNA
polymerase [4,5], and growth rate-related gene expres-
sion has been reported in relation to carbon, nitrogen
and sulfur utilization [6-8]. In yeast cells, growth rate-
coordinated gene expression has been reported to be af-
fected by the interplay between the stress signal of SAPK
(stress-activated protein kinase) and the growth signal of
TOR (target of rapamycin) [9], which both antagonistic-
ally regulate the expression of growth- and stress-related
genes [10]. In addition, yeast cell transcriptome analyses
identified genes that are correlated with growth rate,* Correspondence: yomo@ist.osaka-u.ac.jp
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Despite intensive study, the conclusions reached thus far
have been limited to describing a number of genes with
particular functions, and the studies have been restricted
to examining experimental conditions under which cells
were grown with depleted resources.
Nevertheless, a correlation between growth rate and
gene expression has been assumed universal across the
genome regardless of environmental variations. That is,
the patterns of global transcriptional changes could be in-
dependent of the types of environmental stresses. This
assumption was partially supported not only by the obser-
vation of negative epistasis in bacterial transcriptome
reorganization in response to environmental and genetic
perturbations [15], but also the finding of hundreds of
overlapped genes with core stress responses in yeast
[16-18]. However, global transcriptional changes have
been investigated to establish the rules of stress responses
(i.e., pulse-like transcriptome reorganization), and the re-
sults have provided fruitful insights into the specific pat-
terns of gene expression that occur in response to
particular external perturbations [19-24], but without anyntral Ltd. This is an open access article distributed under the terms of the
/creativecommons.org/licenses/by/2.0), which permits unrestricted use,
, provided the original work is properly cited.
Figure 1 Growth rates under various conditions. Grey, blue, red, and
violet represent growth under regular, osmotic pressure (osmo), high
temperature (heat) and starvation (strv) environments, respectively.
Differences in color saturation represent different growth rates.
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determine the general relationships between growth rate
and global gene expression (i.e., by screening the
transcriptome).
To correlate the transcriptome with the growth rate, it
is crucial to analyze the gene expression in cells that are
growing exponentially at a constant growth rate rather
than in responsive cells during stress response. Intermedi-
ate changes in gene expression in response to stress were
accompanied by decreased growth, and this response
might differ from the changes in gene expression that cor-
respond to constant growth at a reduced rate (Additional
file 1: Figure S1). Transcriptional changes in response to
pulse-like perturbations, such as heat shock, osmotic
shock, and peroxide, did not show any significant correl-
ation to growth rate [25]. The dissimilarity among these
studies is believed to be caused by divergent time scales;
in particular, differences in the time exposure to changed
environments (i.e., stress), the speed of gene regulation in
response to stressors, and the lag time between changes in
transcription and growth (Additional file 1: Figure S1).
Differences in environmental controls and/or experi-
mental design (e.g., in timing measurements) could lead to
contradictory results.
To investigate the potential relationship between gene
expression and growth rate, exponentially growing
Escherichia coli cells were cultured in multiple types of
defined environments and examined. The regulatory
mechanisms corresponding to gene expression and
stress conditions are generally highly related, such as
the heat shock activated rpoH regulation [26], the gen-
eral stress response induced rpoS [27,28], and the strin-
gent response mediated by ppGpp [29,30]. Because
these mechanisms generally involved different genes
and varied regulatory network sizes, the following en-
vironmental controls were varied osmotic pressure,
temperature and starvation. These environmental con-
ditions contribute to cell growth and proliferation, and
accordingly affect global gene expression greatly. Inves-
tigating the gene expression pattern responsible for
constant growth rate rather than changes in response to
stress would further promote strategies for achieving
cell sustainability under changing environments. In
brief, our analyses successfully linked the global archi-
tectures involved in transcriptional changes and expo-
nential growth rate (i.e., the magnitude of physiological
activity), and presented an evident correlation between
changes in gene expression and positive or negative
growth rates. The results emphasize not only the reor-
ganized gene expression patterns that are responsible
for sustainable growth under varied environments but
also offer valuable hints to understanding how the cell
transcriptome is adjusted in a universal manner when
organisms expand their ecological niche.Results
Constant exponential growth under diverse environments
To experimentally link constant growth and gene expres-
sion patterns, the growth rates of exponentially growing
cells were determined under varied conditions. Because
the present study focused on the exponential growth
phase (i.e., gene expression at a constant growth rate), the
unpredictable delay and/or time lags related to changes in
both gene expression and growth could be neglected
(Additional file 1: Figure S1). Cell growth took place under
defined conditions. Three types of environmental controls
were applied, that is, osmotic variety (osmo 1–3), tem-
perature diversity (heat 1–3) and starvation (strv 1–3).
Cell growth within the exponential phase under precisely
controlled culture conditions was repeatedly tested to find
quantitative relationships between growth rates and ex-
ternal conditions (Additional file 1: Figure S2). Finally,
ten conditions comprising three culture conditions for
each environmental control and the standard condition
(Figure 1) were analyzed. The cells experienced compar-
able growth rates under even the most diverse culture
conditions, for instance, cell growth in the presence of
0.55 M NaCl (osmo 3) was approximately equivalent to
growth at 41.8°C (heat 3). These results clearly recon-
firmed that the cells could attain equivalent growth rates
in different types of environments. The precisely evaluated
growth rates quantitatively reflected both the physiological
activity of the exponentially growing cells and the magni-
tude of the continued stress from these environments.
Gene expression was evaluated using a high density til-
ing array as previously described [15], and three replicates
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growth condition. Mean values of the three replicates were
used for the transcriptome analyses that followed
(Additional file 1: Figure S3). The final expression data sets
corresponded to 3,740 genes and were analyzed by remov-
ing repeated gene names from all 3,778 genes that were
assigned to the E. coli strain used in the present study.
Similarities in transcriptional changes regardless of
environmental variation
Gene set enrichment analysis (GSEA) [31] was per-
formed to evaluate the significance of transcriptional
changes at the gene group level. Two categories of geneFigure 2 Similarities in transcriptional changes. The GSEA results are sh
gene categories (A) and the transcriptional networks (TFs, B). The statistica
gene categories is represented by the gradation from dark brown to yellow
significance in the directions of either upregulated (yellow) or downregula
are indicated as follows: regular, osmotic pressure (osmo), temperature (he
abbreviations represent differences in growth rates, as indicated in Figure 1groups were employed: the gene category [32], which
was clustered according to gene function and the tran-
scriptional network (i.e., transcriptional factors, TFs) cat-
egory [33], which is based on modes of gene regulation.
Gene categories showing significant transcriptional
changes were identified by comparing gene expression
under regular conditions with expression under the other
nine conditions. The statistical significance of transcrip-
tional changes at the gene category level is represented
using a heat map (Figure 2A). Similar gene expression
changes were identified independent of environmental di-
versity. For instance, genes in the unknown function, cell
process and regulator categories exhibited upregulatedown as heat maps. Two types of annotations were used to enrich the
l significance (FDR q-value) of the transcriptional changes in the TF and
or blue on a logarithmic scale. Vivid colors represent high
ted (blue) genes. The environments responsible for the transcriptome
at), and starvation (strv). The numbers following the environmental
with higher numbers equivalent to slower growth.
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tural component categories exhibited downregulated ex-
pression (Figure 2A). A consistent analytical result was
acquired with respect to the TFs, and this result was based
on the same comparison. For example, the transcriptional
networks regulated by lexA and rpoS appeared to be in-
duced whereas those controlled by fur and glnG appeared
to be suppressed, regardless of the external conditions
(Figure 2B). The two relevant heat maps provide a global
view of transcriptional changes taking place in both gene
category and gene regulation and capture the overlapped
transcriptional changes in common, regardless of the en-
vironmental specificity. This finding was supported by
data sets relating to the stress response of E. coli cells
under an assortment of environmental perturbations [24]
(Additional file 1: Figure S4).Genes categorized according to correlated transcriptional
change dynamics
A K-means clustering analysis [34] was subsequently per-
formed to categorize genes with similar dynamics in tran-
scriptional changes among all conditions. All 3,740 genes
were manually divided into three clusters (i.e., K = 3), as
other cases of varied K values, i.e., K = 16, provided the
equivalent conclusion (Additional file 1: Figure S6). Genes
classified within the same cluster exhibited similar
patterns (coherent dynamics) in transcriptional changes
under the nine culturing conditions. In sum, 1,660, 809,
and 1,207 genes were clustered in C1, C2, and C3, respect-
ively (Figure 3A), without considering the environmental
specificity or the growth rate. Cluster C3 included signifi-
cant numbers of essential genes (p < 0.01).Figure 3 Genes having similar transcriptional change dynamics. A. Ge
are shown in yellow (C1), blue (C2), and green (C3). The number of genes
clusters are shown in dark green. An asterisk indicates the statistical signific
C3, as evaluated using binomial tests. B. The three-dimensional space form
the axes z, x, and y, respectively. The lines representing zero on the three a
conditions is marked in black and located at the zero points of all three ax
having varied growth rates are indicated separately. The use of color hue a
temperature (red), and starvation (violet).A three-dimensional space could be formed by consider-
ing groups C2, C3, and C1 as the x, y, and z axes, respect-
ively (Figure 3B). Transcriptional changes in genes from
the same cluster under individual culture conditions were
averaged to generate a mean value as the representative
transcriptional change of the corresponding gene cluster
under the defined conditions. Ten positions (i.e., culturing
conditions) with three representative values of C1, C2,
and C3 were acquired. The representative transcriptional
changes for C1, C2, and C3 under the regular condition
were all zero (Figure 3B, black) because they provided the
base values for the transcriptional change calculations.
The positions of these nine culture conditions appeared to
be occupied within a limited space; that is, the range of
decrease C3 (< 0) and increased C2 (> 0) across all nine
environments (Figure 3B). Furthermore, these con-
densed localizations on the C2 and C3 axes somehow
exhibited reversed directions to one another; that is, in-
crease on the C2 axis was always correlated with de-
crease on the C3 axis. This reverse relationship between
C2 and C3 must have triggered restrictive localization
in the three-dimensional transcriptional change space.
Differentiation in gene function and regulation among
the three clusters
Significantly (p < 0.01) enriched gene functions and regula-
tions in the three clusters were examined. The biological
functions of the genes that were significantly concentrated
in clusters C1, C2 and C3 were identified according to
their annotations in GO terms [35,36], gene categories
[32], and MultiFun [37], respectively.
Multiple analyses of gene functions showed that the
enriched gene functions did not overlap among thene clusters. The three gene clusters determined by K-means clustering
in each cluster is indicated. The essential genes comprising the three
ance (p < 0.01) of the biased number of essential genes within cluster
ed by the three clusters. Clusters C1, C2, and C3 are represented by
xes are indicated using dashed lines. Gene expression under regular
es. Gene expression under the three studied environmental types
nd saturation are as described in Figure 1: osmotic pressure (blue),
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C3 were highly enriched in genes related to transport
(membrane), cell processes, and translation, respect-
ively. This differentiation in gene function among the
three clusters was commonly observed in all three an-
notation types. Additionally, the genes that were largely
concentrated in C3 displayed structural component
functions (mostly ribosome-related genes (Figure 4,
green)) and were consistent with the essential nature of
C3 genes (Figure 3A).
Additionally, no overlap was detected in the en-
riched regulations (TFs) between the three clusters
(Figure 4, bottom panels). Both regulators and sigma
factors were separately responsible for the three clus-
ters. For instance, the genes regulated by rpoN, rpoD,
and rpoS largely appeared in the C1, C2, and C3
clusters, respectively. This finding indicates that tasks
are divided among the regulators that contribute to
C1, C2, and C3. The regulator itself was not always
clustered in the same cluster as the factors that it reg-
ulates (Table 1). For example, a considerable number
of genes regulated by rcsB were clustered in C2, but
rcsB itself was clustered in C3, supporting the negative
transcriptional change relationship between C2 and C3
(Figure 3B).Figure 4 Differentiated gene functions and regulations. Gene function
gene regulations are based on transcriptional networks (TFs). All annotation
text. C1 (yellow), C2 (blue) and C3 (green) represent the three gene cluster
significance in log-scaled p values obtained using binomial tests with BonfCorrelations between growth rates and changes in gene
expression
A correlation between gene expression changes and
growth rates was evaluated on the basis of three gene
clusters. The representative values for the average tran-
scriptional changes (Figure 3B) were normalized as de-
scribed in the Methods section, and the growth rates
were determined as shown in Figure 1. Intriguingly, sta-
tistically significant correlations between the growth rate
and changes in gene expression were clearly observed
(Table 2), despite the fact that the clustering analysis did
not account for growth. The transcriptional changes in
genes from the C2 and C3 clusters exhibited negative
and positive correlations with growth rate, respectively
(Figure 5, middle and right). These correlations were
commonly observed in all three types of environmental
controls; that is, growth-related transcriptional changes
were universal in the genes assigned to C2 and C3 and
were independent of the types of environmental controls
examined. On the other hand, the genes clustered in C1
exhibited distinct correlation directions with growth
rates, which were positive in the osmo and strv conditions
but negative in the heat conditions (Figure 5, left). Note
that even when the number of genes was reduced from
3,740 to 2,805 following the removal of the low expressions are designated using MultiFun, gene categories, and GO terms. The
s were made according to public data banks as described in the main
s determined in Figure 3, and color bars indicate the statistical
erroni corrections.
Table 1 Gene clusters assigned to TFs and regulated
genes
TF name Regulated cluster TF cluster
rpoN C1 C2
narP C1 C1
narL C1 C3
fhlA C1 C1
rpoS C2 C2
gadW C2 C2
rcsB C2 C3
gadX C2 C2
rpoD C3 C1
fis C3 C3
purR C3 C3
lrp C3 C3
TF name, Regulated cluster, and TF cluster represent the names of the
regulators for the transcriptional networks (TFs), the clusters (defined in
Figure 3) of the genes under the control of the corresponding regulators, and
the clusters of the assigned regulators.
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same conclusion (Additional file 1: Figure S5). Addition-
ally, the K-means analysis that clustered with a larger
number of gene clusters (K = 16) toward the current data
sets exhibited the same correlation trend (Additional file
1: Figure S6 and Additional file 1: Table S1).
The positive or negative correlations shared by clusters
C2 and C3 indicate that the gene expression changes
went in the same direction, independent of environmen-
tal diversity; this finding is consistent with the results
shown in Figure 2. A common gene expression induc-
tion and repression occurred in C2 and C3 and was not
biased by the initial expression under regular conditionsTable 2 Correlations between growth rates and changes
in gene expression
Cluster conc. cor p value
C1 osmo 0.56 0.00
C1 heat −0.53 0.00
C1 strv 0.24 0.00
C2 osmo −0.71 0.00
C2 heat −0.22 5.24 × 10-36
C2 strv −0.11 9.09 × 10-10
C3 osmo 0.41 0.00
C3 heat 0.73 0.00
C3 strv 0.17 0.00
The gene cluster (cluster) and the environment (conc.) represent the clusters
divided as described in Figure 3 and the three types of environmental
controls, respectively. The statistical significance of the correlations between
the growth rates and the changes in gene expression are represented using
the statistical significance (p value) and the correlation coefficient (cor) values.(Additional file 1: Figure S7 and Additional file 1: Table
S2). The difference in slopes for both positive and nega-
tive correlations within clusters C1, C2, and C3 implies
an environmental specificity derived from osmotic pres-
sure, temperature, and starvation. In addition, a princi-
pal component analysis (PCA) showed that PC1 and
PC2 divided the expression patterns into three directions
corresponding to the environmental types (Additional
file 1: Figure S8, upper panels), which reflected the C1
cluster patterns (Figure 5, left). PC3 was correlated with
growth rate (cor = −0.734, p = 0.016) with a contribution
of approximately 5% (Additional file 1: Figure S8, lower
panels). Therefore, the PCA analysis partially supported
the conclusions drawn from the K-means clustering ana-
lysis but failed to illustrate a global confirmation of the
correlation between growth and expression.
Discussion
This study reports that 3,740 genes in an exponentially
growing cell adjusted their expression levels in accord-
ance with the cell division rate, either positively or nega-
tively (Figure 5). Balanced transcriptional changes were
observed among the gene clusters (Figure 6). The direc-
tion of transcriptional changes in C1 was environment-
specific (Figure 6A); that is, the amount of C1 expression
(yellow) was altered depending on the environmental type
(Figure 6B). Changes in the C2 (blue) and C3 (green) ex-
pression levels ran counter to one another, regardless of
environmental variation. Increased C2 expression was ac-
companied by decreased C3 expression and was coordi-
nated with a reduction in growth rate (Figure 6B). The
coherent dynamics of the C3 gene upregulation and the
C2 downregulation indicated co-operation between gene
clusters. No specialized mechanisms have been reported
in bacterial cells to explain this phenomenon as yet, al-
though the specific pathways initiated by SAPK and TOR
are known in eukaryotic cells [9,10]. The new finding of a
balanced relationship in bacterial gene expression indi-
cates the existence of an energy saving and/or resource
conservation strategy in transcriptome reorganization,
which may help to maintain the homeostatic framework
in cellular physiology, as predicted by in silico biochemical
networks [38].
This balanced lifestyle (Figure 6) was largely attributed
to differentiation in gene function among the three gene
clusters (Figure 4). The C1 genes were largely enriched
in membrane proteins and transporters, suggesting that
these genes are the first responsive sensors to all types
of environments (Figure 6A). The C2 genes shared a
common decrease with increased growth (Figure 5) and
a general stress response function (Figure 4), which plays
a central role in cellular processes. The difference in nega-
tive correlation slopes may indicate a diversity of molecu-
lar mechanisms under the three environmental types;
Figure 5 Correlations between changes in gene expression and growth rates. The three gene clusters (C1–3) determined by K-means
clustering (K = 3) are shown in relation to growth rates. The mean values of the normalized transcriptional changes for all genes within the cluster
are plotted against growth rates. The standard deviations represent the variation among genes within the same cluster. Black circles represent the
expression levels measured under regular conditions. Differences in color saturation represent differences in growth rate. The use of color hue
and saturation are as described in Figure 1: osmotic pressure (blue), temperature (red), and starvation (violet).
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systems [39], growth at high temperatures might induce
heat shock proteins [26], and growth under starved condi-
tions might activate the stringent response [30,40]. The
genes clustered in C3 were positive correlated with growth
rate (Figure 5) and were largely related to ribosome trans-
lation machineries (Figure 4). A correlation between the
growth rate and the quantity of ribosomes was previously
reported in cells growing under starvation conditions
[41,42]. A global view of the coordination of growth rate
with transcriptional changes as presented here illustrates a
vivid picture of the differentiated gene expression balance
in sustaining life under diverse habitats.Figure 6 Growth coordinated with transcriptome reorganization. Expon
cluster comprises environment-specific genes (orange), and two clusters com
noted in Figure 3. Balanced changes in gene expression among the three cluHere, we focused on constant growth states (on a time
scale of approximately 10 hours of exponential growth) ra-
ther than the stress response phase (Additional file 1:
Figure S1). Despite the divergence in time scales between
the two phases, both types of transcriptome reorgani-
zation presented relationships between transcriptional
fluctuations and the degree or magnitude of stress. Some
common results were found, such as similar changes in
transcriptional networks (Figure 2 and Additional file 1:
Figure S4). A few highly sensitive TFs were found, including
purR and rcsB (Figure 2 and Additional file 1: Figure S4).
Because these TFs were also found to be sensitive to gen-
ome reduction [15], it appeared that these TFs respondedentially growing cells comprise the three gene clusters (A) as follows: one
prise environment-nonspecific genes (navy). Clusters C1, C2, and C3 are
sters are illustrated in coordination with growth rates (B).
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were highly sensitive to phases of stress response and expo-
nential growth.
However, the direction of transcriptional changes in
the three gene clusters exhibited weak similarity in
terms of stress response and exponential growth. Using
the reported data sets on the stress response [24], we
found that only C3 genes experienced a common de-
crease in expression under all four stress conditions
(Additional file 1: Figure S9); this finding is consistent
with the positive correlation of C3 with growth rates
(Figure 5). Furthermore, applying the same K-means
clustering did not yield a clear correlation between
growth rates and changes in gene expression during pe-
riods of stress response (Additional file 1: Figure S10),
which is consistent with findings in yeast [25]. Taken to-
gether, survival strategies in bacteria faced with pulse-like
perturbations and continuous growth in new environ-
ments were partially shared, but the coordination with
growth rate was apparent only in exponentially growing
cells and was not present in responsive cells during stress
response.
Conclusions
Here, we provided the first experimental evidence for
coordination between constant growth rates and changes
in gene expression, which is a general phenomenon that
applies to many environments. Growth rate-associated
gene function differentiation and gene regulation task
division were defined. This experiment was successful in
categorizing 3,740 genes across the genome into three
clusters and in matching the changes in gene expression
patterns with the growth rate. This success resulted from
using an experimental design that primarily targeted the
exponential phase and from the use of a clean genome
without any insertion sequences [43] that could have
masked transcriptional change patterns.
Methods
Strain, media and culture conditions
The genetically engineered E. coli strain MDS42Δgalk::
Ptet-gfp-kan was used. Gfp and kan marker genes were
introduced into the genome-reduced strain MDS42 [43].
The gfp reporter gene was used to facilitate cell counting
by flow cytometry, and the kanamycin-resistance gene
kan was used as a selection marker. These marker genes
were inserted at the galK site by homologous recombin-
ation as previously described [44,45]. The cells were aer-
obically cultured with 5 ml of M63 minimal medium
(62 mM K2HPO4, 39 mM KH2PO4, 15 mM (NH4)2SO4,
2 μM FeSO4 · 7H2O, 15 μM thiamine hydrochloride,
203 μM MgSO4 · 7H2O, and 22 mM glucose) at 37°C in
a shaking water bath (Personal 11, Taitec) at 160 rpm.
Cells were inoculated into fresh medium from a glycerolstock and then pre-cultured overnight. The exponen-
tially growing cells were subsequently transferred to a
series of environments; that is, into ten different culture
conditions. One set of conditions (the same as those
used in the pre-culture described above) was used as a
control. Three different osmotic pressure conditions
were used: 0.2 (osmo 1), 0.45 (osmo 2), and 0.55 M
(osmo 3) of NaCl (Wako) in minimal media. Three dif-
ferent growth temperatures were used (in minimal
media): 40.0 (heat 1), 41.5 (heat 2), and 41.8°C (heat 3).
Finally, three serine-depleted media were used: 50 μg/ml
(strv 1), 100 μg/ml (strv 2), and 150 μg/ml (strv 3) of
DL-serine hydroxamate (SHX; Sigma) in minimal media.
Cell culture and growth rate
E. coli cells were measured using a flow cytometer
(FACSCanto II; Becton-Dickinson) equipped with a 488-
nm argon laser and a 515–545-nm emission filter (GFP).
The following PMT voltage settings were applied: for-
ward scatter (FSC), 300; side scatter (SSC), 400; and
GFP, 600. The flow rate for the sample measurements
was set to ‘low’. Cell concentrations were calculated ac-
cording to the ratio of gated particles representing the
number of E. coli cells carrying the reporter gene gfp
and beads of known concentrations, as previously de-
scribed [45]. Temporal changes in the cell concentration
under the ten studied culture conditions were monitored
at a time interval of approximately 2 hours (data not
shown). Based on the growth curves obtained, the growth
rates of the cells within the early exponential growth phase
were determined (Additional file 1: Figure S2). The growth
rates were calculated according to the initial and final cell
concentrations and the culturing time, as previously de-
scribed [15]. According to growth rates measured in pre-
liminary experiments (Additional file 1: Figure S2),
independent cell cultures were applied repeatedly for all
10 conditions, and cells within the early exponential
growth phase were collected for further microarray ana-
lysis. The initial cell densities were 1–9 × 106 cells/ml, and
the final cell densities were maintained at approximately
2 × 108 cells/ml. The exponential growth time lasted 6–
10 hours.
Microarrays and expression data normalization
Three independent cell cultures were used for the
microarray analysis to acquire the mean expression
under each culture condition. The preparation of total
RNA samples and microarray analysis using an Affyme-
trix GeneChip system were performed as described else-
where [46]. A high-density DNA microarray covering
the entire E. coli W3110 strain genome (GenoBase;
http://ecoli.naist.jp/GB6/search.jsp) was used as de-
scribed [15,46]. The number of genes and the strain gene
names used here were selected based on a previous
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to extracted raw data on a logarithmic scale, as previ-
ously described [47,48]. Three biological replicates were
obtained under each condition described above. Gene
duplicates were unified according to the gene name an-
notation as the mean values of the duplicate expression
levels. Expression data sets from biological replicates are
shown as the mean values. The raw data sets were sub-
jected to global normalization, resulting in a common me-
dian value of zero (logarithmic value) in all data sets. Both
the normalized expression data sets and the raw CEL files
were deposited in the NCBI Gene Expression Omnibus
database under the GEO Series accession number
GSE49296 (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?
acc=GSE49296).
Computational analysis
Binomial tests were performed to evaluate the statistical sig-
nificance of the extracted gene groups. These statistical ana-
lyses were carried out using free software packages available
from the Broad Institute (http://www.broadinstitute.org).
All statistical tests and computational analyses except for
the gene sets enrichment analysis (GSEA) were performed
using R [49]. GSEA [31] was performed as previously de-
scribed [15]. K-means clustering [34] was performed for
all 3,740 genes, and the expression levels acquired under
10 culture conditions were normalized to a common
mean value of zero and a variance of one. The gene ex-
pression level (logarithmic scale) obtained under the regu-
lar condition was subtracted from the three types of
environmental controls (osmo 1–3, heat 1–3 and strv 1–3).
Consequently, nine transcriptional change values and a
base value of zero (regular condition) were acquired for
each gene. K-means clustering analysis was performed on
this data set comprising 10 × 3,740 values. PCA was per-
formed according to previous reports [50,51], which classi-
fied expression patterns according to gene expression level
variance between the culturing conditions.
Annotations of gene function and regulation
Transcriptional network information for E. coli, includ-
ing regulators (i.e., sigma factors and transcriptional fac-
tors) and downstream regulated genes, were obtained
from RegulonDB 8.0 [33] (http://regulondb.ccg.unam.
mx). Forty transcriptional networks (comprising more
than 15 regulated genes controlled by a regulator) were
used in the analysis. MultiFun annotation was carried
out according to the GenProtEC database [37] (http://
genprotec.mbl.edu). The MultiFun classification was ap-
plied according to the top two hierarchical levels. These
gene categories have been discussed in a previous report
[32]. Twenty-one gene categories (comprising more than
10 genes within each category) were used in the analysis.
A GO term annotation of E. coli strain K-12 wasobtained from the Gene Ontology database [35,36]
(http://www.geneontology.org). GO terms that com-
prised less than 15 genes or more than 1,000 genes were
neglected in the analysis. Gene synonyms were entered
into EcoCyc [52] (http://www.biocyc.org), and the result-
ing synonyms were integrated into a single term by
averaging their expression levels. All annotations were
reciprocally associated and comprehensively re-mapped.
Availability of supporting data section
http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE49296.
Additional file
Additional file 1: Supplementary Information. Figures S1–S10 and
Tables S1–S2.
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
BWY and TY conceived the research. YMa performed experiments. YMa and
BWY analyzed the data. BWY and YMa wrote the paper. YMu, ST, BWY and
TY provided experimental and analytical tools. All authors read and approved
the final manuscript.
Acknowledgements
We thank Natsuko Yamawaki for technical assistance and analytical tools.
This work was partially supported by Grants-in-Aid for Scientific Research
23241061 (to TY) and 25111715 (to BWY) from the Ministry of Education,
Culture, Sports, Science and Technology, Japan.
Author details
1Graduate School of Information Science and Technology, Osaka University,
1-5 Yamadaoka, Suita, Osaka 565-0871, Japan. 2Graduate School of Life and
Environmental Sciences, University of Tsukuba, Tsukuba, Ibaraki 305-8572,
Japan. 3Graduate School of Frontier Biosciences, Osaka University, Suita, 1-1
Yamadaoka, Suita, Osaka 565-0871, Japan. 4Exploratory Research for
Advanced Technology (ERATO), Japan Science and Technology Agency (JST),
Suita, Osaka 565-0871, Japan.
Received: 6 August 2013 Accepted: 15 November 2013
Published: 20 November 2013
References
1. Soupene E, Van Heeswijk WC, Plumbridge J, Stewart V, Bertenthal D, Lee H,
Prasad G, Paliy O, Charernnoppakul P, Kustu S: Physiological studies of
Escherichia coli strain MG1655: growth defects and apparent cross-
regulation of gene expression. J Bacteriol 2003, 185(18):5611–5626.
2. Gourse RL, Gaal T, Bartlett MS, Appleman JA, Ross W: rRNA transcription
and growth rate-dependent regulation of ribosome synthesis in
Escherichia coli. Annu Rev Microbiol 1996, 50:645–677.
3. Yamagishi M, Matsushima H, Wada A, Sakagami M, Fujita N, Ishihama A:
Regulation of the Escherichia coli rmf gene encoding the ribosome
modulation factor: growth phase- and growth rate-dependent control.
EMBO J 1993, 12(2):625–630.
4. Ralling G, Bodrug S, Linn T: Growth rate-dependent regulation of RNA
polymerase synthesis in Escherichia coli. Mol Gen Genet 1985, 201(3):379–386.
5. Jin DJ, Cagliero C, Zhou YN: Growth rate regulation in Escherichia coli.
FEMS Microbiol Rev 2012, 36(2):269–287.
6. You C, Okano H, Hui S, Zhang Z, Kim M, Gunderson CW, Wang YP, Lenz P,
Yan D, Hwa T: Coordination of bacterial proteome with metabolism by
cyclic AMP signalling. Nature 2013, 500(7462):301–306.
7. Nahku R, Valgepea K, Lahtvee PJ, Erm S, Abner K, Adamberg K, Vilu R:
Specific growth rate dependent transcriptome profiling of Escherichia
coli K12 MG1655 in accelerostat cultures. J Biotechnol 2010, 145(1):60–65.
Matsumoto et al. BMC Genomics 2013, 14:808 Page 10 of 10
http://www.biomedcentral.com/1471-2164/14/8088. Parekh BS, Hatfield GW: Growth rate-related regulation of the ilvGMEDA
operon of Escherichia coli K-12 is a consequence of the polar frameshift
mutation in the ilvG gene of this strain. J Bacteriol 1997, 179(6):2086–2088.
9. Bahn YS, Xue C, Idnurm A, Rutherford JC, Heitman J, Cardenas ME: Sensing
the environment: lessons from fungi. Nat Rev Microbiol 2007, 5(1):57–69.
10. Lopez-Maury L, Marguerat S, Bahler J: Tuning gene expression to changing
environments: from rapid responses to evolutionary adaptation. Nat Rev
Genet 2008, 9(8):583–593.
11. Brauer MJ, Huttenhower C, Airoldi EM, Rosenstein R, Matese JC, Gresham D,
Boer VM, Troyanskaya OG, Botstein D: Coordination of growth rate, cell
cycle, stress response, and metabolic activity in yeast. Mol Biol Cell 2008,
19(1):352–367.
12. Regenberg B, Grotkjaer T, Winther O, Fausboll A, Akesson M, Bro C, Hansen LK,
Brunak S, Nielsen J: Growth-rate regulated genes have profound impact on
interpretation of transcriptome profiling in Saccharomyces cerevisiae.
Genome Biol 2006, 7(11):R107.
13. Castrillo JI, Zeef LA, Hoyle DC, Zhang N, Hayes A, Gardner DC, Cornell MJ,
Petty J, Hakes L, Wardleworth L, et al: Growth control of the eukaryote
cell: a systems biology study in yeast. J Biol 2007, 6(2):4.
14. Fazio A, Jewett MC, Daran-Lapujade P, Mustacchi R, Usaite R, Pronk JT,
Workman CT, Nielsen J: Transcription factor control of growth rate
dependent genes in Saccharomyces cerevisiae: a three factor design.
BMC Genomics 2008, 9:341.
15. Ying BW, Seno S, Kaneko F, Matsuda H, Yomo T: Multilevel comparative
analysis of the contributions of genome reduction and heat shock to the
Escherichia coli transcriptome. BMC Genomics 2013, 14:25.
16. Gasch AP, Spellman PT, Kao CM, Carmel-Harel O, Eisen MB, Storz G, Botstein
D, Brown PO: Genomic expression programs in the response of yeast
cells to environmental changes. Mol Biol Cell 2000, 11(12):4241–4257.
17. Causton HC, Ren B, Koh SS, Harbison CT, Kanin E, Jennings EG, Lee TI, True
HL, Lander ES, Young RA: Remodeling of yeast genome expression in
response to environmental changes. Mol Biol Cell 2001, 12(2):323–337.
18. Chen D, Toone WM, Mata J, Lyne R, Burns G, Kivinen K, Brazma A, Jones N,
Bahler J: Global transcriptional responses of fission yeast to
environmental stress. Mol Biol Cell 2003, 14(1):214–229.
19. Arfin SM, Long AD, Ito ET, Tolleri L, Riehle MM, Paegle ES, Hatfield GW:
Global gene expression profiling in Escherichia coli K12, The effects of
integration host factor. J Biol Chem 2000, 275(38):29672–29684.
20. Rocha EP, Matic I, Taddei F: Over-representation of repeats in stress
response genes: a strategy to increase versatility under stressful
conditions? Nucleic Acids Res 2002, 30(9):1886–1894.
21. Ishii N, Nakahigashi K, Baba T, Robert M, Soga T, Kanai A, Hirasawa T, Naba
M, Hirai K, Hoque A, et al: Multiple high-throughput analyses monitor the
response of E. coli to perturbations. Science 2007, 316(5824):593–597.
22. Durfee T, Hansen AM, Zhi H, Blattner FR, Jin DJ: Transcription profiling of the
stringent response in Escherichia coli. J Bacteriol 2008, 190(3):1084–1096.
23. Gunasekera TS, Csonka LN, Paliy O: Genome-wide transcriptional
responses of Escherichia coli K-12 to continuous osmotic and heat
stresses. J Bacteriol 2008, 190(10):3712–3720.
24. Jozefczuk S, Klie S, Catchpole G, Szymanski J, Cuadros-Inostroza A,
Steinhauser D, Selbig J, Willmitzer L: Metabolomic and transcriptomic
stress response of Escherichia coli. Mol Syst Biol 2010, 6:364.
25. Levy S, Ihmels J, Carmi M, Weinberger A, Friedlander G, Barkai N: Strategy
of transcription regulation in the budding yeast. PLoS One 2007, 2(2):e250.
26. Yura T, Nakahigashi K: Regulation of the heat-shock response. Curr Opin
Microbiol 1999, 2(2):153–158.
27. Hengge-Aronis R: Signal transduction and regulatory mechanisms
involved in control of the sigma(S) (RpoS) subunit of RNA polymerase.
Microbiol Mol Biol Rev 2002, 66(3):373–395. Table of contents.
28. Patten CL, Kirchhof MG, Schertzberg MR, Morton RA, Schellhorn HE:
Microarray analysis of RpoS-mediated gene expression in Escherichia coli
K-12. Mol Genet Genomics 2004, 272(5):580–591.
29. Traxler MF, Summers SM, Nguyen HT, Zacharia VM, Hightower GA, Smith JT,
Conway T: The global, ppGpp-mediated stringent response to amino acid
starvation in Escherichia coli. Mol Microbiol 2008, 68(5):1128–1148.
30. Chatterji D, Ojha AK: Revisiting the stringent response, ppGpp and
starvation signaling. Curr Opin Microbiol 2001, 4(2):160–165.
31. Subramanian A, Tamayo P, Mootha VK, Mukherjee S, Ebert BL, Gillette MA,
Paulovich A, Pomeroy SL, Golub TR, Lander ES, et al: Gene set enrichment
analysis: a knowledge-based approach for interpreting genome-wide
expression profiles. Proc Natl Acad Sci U S A 2005, 102(43):15545–15550.32. Riley M, Abe T, Arnaud MB, Berlyn MK, Blattner FR, Chaudhuri RR, Glasner JD,
Horiuchi T, Keseler IM, Kosuge T, et al: Escherichia coli K-12: a cooperatively
developed annotation snapshot–2005. Nucleic Acids Res 2006, 34(1):1–9.
33. Salgado H, Peralta-Gil M, Gama-Castro S, Santos-Zavaleta A, Muniz-Rascado L,
Garcia-Sotelo JS, Weiss V, Solano-Lira H, Martinez-Flores I, Medina-Rivera A, et al:
RegulonDB v8.0: omics data sets, evolutionary conservation, regulatory
phrases, cross-validated gold standards and more. Nucleic Acids Res 2012,
41(Database issue):D203–D213.
34. Hartigan JA, Wong MA: Algorithm AS 136: A K-Means Clustering
Algorithm. J R Stat Soc: Ser C: Appl Stat 1979, 28(1):100–108.
35. Camon E, Magrane M, Barrell D, Binns D, Fleischmann W, Kersey P, Mulder
N, Oinn T, Maslen J, Cox A, et al: The Gene Ontology Annotation (GOA)
project: implementation of GO in SWISS-PROT, TrEMBL, and InterPro.
Genome Res 2003, 13(4):662–672.
36. Dimmer EC, Huntley RP, Alam-Faruque Y, Sawford T, O’Donovan C, Martin MJ,
Bely B, Browne P, Mun Chan W, Eberhardt R, et al: The UniProt-GO Annotation
database in 2011. Nucleic Acids Res 2012, 40(Database issue):D565–D570.
37. Serres MH, Riley M: MultiFun, a multifunctional classification scheme for
Escherichia coli K-12 gene products. Microb Comp Genomics 2000, 5(4):205–222.
38. Tagkopoulos I, Liu YC, Tavazoie S: Predictive behavior within microbial
genetic networks. Science 2008, 320(5881):1313–1317.
39. Davalos-Garcia M, Conter A, Toesca I, Gutierrez C, Cam K: Regulation of
osmC gene expression by the two-component system rcsB-rcsC in
Escherichia coli. J Bacteriol 2001, 183(20):5870–5876.
40. Mechold U, Potrykus K, Murphy H, Murakami KS, Cashel M: Differential
regulation by ppGpp versus pppGpp in Escherichia coli. Nucleic Acids Res
2013, 41(12):6175–6189.
41. Sarmientos P, Cashel M: Carbon starvation and growth rate-dependent
regulation of the Escherichia coli ribosomal RNA promoters: differential
control of dual promoters. Proc Natl Acad Sci U S A 1983, 80(22):7010–7013.
42. Cole JR, Nomura M: Translational regulation is responsible for growth-rate-
dependent and stringent control of the synthesis of ribosomal proteins L11
and L1 in Escherichia coli. Proc Natl Acad Sci USA 1986, 83(12):4129–4133.
43. Posfai G, Plunkett G 3rd, Feher T, Frisch D, Keil GM, Umenhoffer K,
Kolisnychenko V, Stahl B, Sharma SS, De Arruda M, et al: Emergent properties
of reduced-genome Escherichia coli. Science 2006, 312(5776):1044–1046.
44. Ying BW, Ito Y, Shimizu Y, Yomo T: Refined method for the genomic
integration of complex synthetic circuits. J Biosci Bioeng 2010, 110(5):529–536.
45. Matsumoto Y, Ito Y, Tsuru S, Ying BW, Yomo T: Bacterial cells carrying
synthetic dual-function operon survived starvation. J Biomed Biotechnol
2011, 2011:489265.
46. Tsuru S, Yasuda N, Murakami Y, Ushioda J, Kashiwagi A, Suzuki S, Mori K,
Ying BW, Yomo T: Adaptation by stochastic switching of a monostable
genetic circuit in Escherichia coli. Mol Syst Biol 2011, 7:493.
47. Ono N, Suzuki S, Furusawa C, Agata T, Kashiwagi A, Shimizu H, Yomo T: An
improved physico-chemical model of hybridization on high-density
oligonucleotide microarrays. Bioinformatics 2008, 24(10):1278–1285.
48. Ono N, Suzuki S, Furusawa C, Shimizu H, Yomo T: Development of a
physical model-based algorithm for the detection of single-nucleotide
substitutions by using tiling microarrays. PLoS One 2013, 8(1):e54571.
49. Ihaka R, Gentleman R: R: A language for data analysis and graphics.
J Comput Gr Stat 1996, 5(3):299–314.
50. Mardia KV, Kent JT, Bibby JM: Multivariate Analysis. London: Academic Press; 1979.
51. Venables WN, Ripley BD: Modern Applied Statistics with S. New York:
Springer; 2002.
52. Keseler IM, Collado-Vides J, Santos-Zavaleta A, Peralta-Gil M, Gama-Castro S,
Muniz-Rascado L, Bonavides-Martinez C, Paley S, Krummenacker M, Altman T,
et al: EcoCyc: a comprehensive database of Escherichia coli biology. Nucleic
Acids Res 2011, 39(Database issue):D583–D590.
doi:10.1186/1471-2164-14-808
Cite this article as: Matsumoto et al.: Growth rate-coordinated
transcriptome reorganization in bacteria. BMC Genomics 2013 14:808.
